Supplementary material: Input Options [I/P] in TM-MOTIF package Visualizing inbuilt data:
To visualize inbuilt data, users must (a) Select a Cluster, (b) Select (an) Organism(s) and (c) Select one of the three output options ('Run TM' ,'Run Motif', or 'Run TM-Motif') . The user also has an option to set a cut-off value, a conservation above which would be considered as a consensus residue. If the user does not submit any value, a default value of 60% will be taken.
Submitting user's sequence:
Users can also submit their sequence(s) of interest in FASTA format or in MSA in the given text-box for the same by using the options "Submit your input FASTA sequence(s)" or "Submit your input MSA" There are two options available for users: (a) Align with the reference sequence or (b) Run BLAST search within the tool to search for the closest homolog from the inbuilt cluster dataset. After selecting anyone of the above options, users must select one of the three output options for display i.e., "Run TM" option or "Run Motif" option, or "Run TM-Motif" option and parameter settings as per requirement for their submitted sequence in the FASTA format or MSA. Further, the user has an option to specify the cut-off values (refer also Default settings of parameters) for checking conserved residues as well as a cut-off value for the percentage identity for a sequence in a cluster to be considered as a hit.
[O/P] in TM-MOTIF package Annotation of Transmembrane helices on the alignment:
On selecting the "Run TM option", the sequence alignments will be displayed in a new window for the predicted transmembrane helices in "VIBGYOR coloring scheme". The sequences which are predicted for more than 7 TM helices (over-predicted) are displayed in a "pale cream color" to distinguish them from the others. The "consensus" (as per the cut-off given by the user) will also be displayed below the alignment as text and along with a mouse-over option by which the user can document conserved motifs and AAS at each position of the alignment.
Annotation of Motifs on the alignment:
On selecting the "Run Motif" option, discovered motifs from the user selected cluster, or user submitted sequence in FASTA or MSA will be mapped on the alignment and displayed in a new window. The identified motifs are highlighted in the "grey colour" and the rest of the residues in the alignment are noted in "pale yellow color". The display of consensus and mouse-over option is available for documenting motifs and AAS.
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